Background: Cellular ATP levels are generated by glucose-stimulated mitochondrial metabolism and determine metabolic responses, such as glucose-stimulated insulin secretion (GSIS) from the β-cells of pancreatic islets. We describe an analysis of the evolutionary processes affecting the core enzymes involved in glucose-stimulated insulin secretion in mammals. The proteins involved in this system belong to ancient enzymatic pathways: glycolysis, the TCA cycle and oxidative phosphorylation. Results: We identify two sets of proteins, or protein coalitions, in this group of 77 enzymes with distinct evolutionary patterns. Members of the glycolysis, TCA cycle, metabolite transport, pyruvate and NADH shuttles have low rates of protein sequence evolution, as inferred from a human-mouse comparison, and relatively high rates of evolutionary gene duplication. Respiratory chain and glutathione pathway proteins evolve faster, exhibiting lower rates of gene duplication. A small number of proteins in the system evolve significantly faster than co-pathway members and may serve as rapidly evolving adapters, linking groups of co-evolving genes. Conclusions: Our results provide insights into the evolution of the involved proteins. We find evidence for two coalitions of proteins and the role of co-adaptation in protein evolution is identified and could be used in future research within a functional context.
Background
Eukaryotic organisms make use of complex biochemical pathways to maintain homeostatic processes in response to changes in their environment. These responses can be broadly divided into gene regulatory responses, whereby changes in an environmental condition give rise to changes in gene expression, and metabolic responses, which result from the responses of metabolic networks to environmental changes. Many metabolic adaptations to environmental changes are mediated by genetic regulation.
Pancreatic β-cells are the cells responsible for insulin secretion in vertebrates and therefore play a key role in glucose homeostasis. It has been suggested that glucose homeostasis evolved to protect brains from hypo-and hyperglycaemic effects [1] . However, Diptera secrete insulin-like proteins and there is evidence for conservation of insulin signalling pathways [2] and a role in regulating glucose and trehalose levels in the haemolymph [3, 4] , suggesting that the insulin secretion and signalling pathways pre-date the origin of chordates and their complex, glucose-dependent brain physiology. The evolution of the pancreas and its β-cells is well studied and has been reviewed elsewhere [5] . Hagfish and lampreys have a pancreas made up almost entirely of β-cells and the cell type itself is present in Amphioxus, a Cephalochordate, where it is associated with the intestinal tissue in a dispersed manner.
Glucose-stimulated insulin secretion (GSIS) from the β-cells of pancreatic islets is a metabolic response that is critically dependent on cellular ATP levels generated by glucose-stimulated mitochondrial metabolism. In pancreatic β-cells, ATP production is proportional to glucose uptake by the cell, which in turn is proportional to the glucose concentration in the surrounding body fluids [6] . A complex network of reactions in both the cytoplasm and the mitochondrion modulates ATP production. We recently described a kinetic model of the biochemical processes leading from glucose uptake to ATP production in this cell type [7] . Many of the components in this biochemical network are ancient enzymes with evolutionary origins in bacteria and therefore predate the invention of pancreatic β-cells. Here we consider the evolution of the components of this system as an example of an element of core cellular biochemistry that is also used for a cell-typespecific function.
There have been evolutionary studies of certain individual components of the GSIS system. Phylogenetic analysis of metabolic evolution [8, 9] suggests that the TCA cycle may have evolved in at least two steps: an initial phase, in which the synthesis of oxaloacetate from oxoglutarate occurred but in which the cycle was not closed, followed by closure of the cycle after the accumulation of atmospheric oxygen. Linkage of glycolysis to the TCA cycle took place at approximately the same time as completion of the cycle itself. It has been suggested that many bacterial genomes lack a complete TCA cycle, which in turn might suggest the use of alternative pathways in different lineages [10] . Glycolysis has been well studied, most recently in the context of whole genome duplications [11] . In that context, duplications were identified at the root of the vertebrate tree for most of the glycolytic enzymes. The exceptions to this were triosephosphate isomerase and phosphoglucose isomerase, which only showed evidence of duplication in fish [11] . Another study has considered the evolution of 78 nuclearly encoded oxidative phosphorylation genes and demonstrated that gene duplicates were relatively rare in these gene families [12] . Despite these studies, no integrated study of this system has been carried out.
Numerous forces can act on the evolution of metabolic pathways such as the GSIS network, including pressures affecting evolutionary rate in a systematic manner, gene duplication, positive and purifying selection, or gene expression [13] . Additionally, genes can be categorized by phylogenetic age, corresponding to the evolutionary distance over which homologues can be detected [14] . Here, we consider the effects of these various influences on the recent evolution of the entire GSIS system, allowing us to consider differences and similarities between its component parts. We find evidence for two coalitions of proteins, corresponding to groups of biochemical pathways, which appear to have coevolved both in divergence rate and duplication history. We also identify some rapidly evolving proteins which appear to form the interfaces between the detected protein coalitions, perhaps acting as evolutionary "adapters".
Results
The 48 reactions identified in the GSIS model of core pancreatic β-cell biochemistry are catalysed by a minimum of 77 protein components based on current biochemical knowledge [7] . This biochemical network includes a number of large macromolecular complexes including the cytochrome c oxidase complex (complex IV; 10 components) and the NADH:ubiquinone oxidoreductase complex (complex I; 9 components). On the other hand, for some of the reactions in the network we were unable to identify corresponding proteins. Most of these unidentified proteins are involved in metabolite transport across the mitochondrial membrane and are likely to be unidentified membrane proteins. In total, we were able to identify 69 GSIS protein components whose evolution we could study.
Antiquity of GSIS core genes
To characterise the evolutionary dynamics of the GSIS system, we first considered the antiquity of the individual genes that comprise it. Antiquity is defined as the taxonomic distance over which homologues of the mammalian genes could be detected searching the COGENT database [15] . Using this process, we assigned each enzyme gene to one of four phylogenetic groups: Universal (U), Eukaryotespecific (E), Metazoan-specific (M) and Vertebrate-specific (V) [16] . Of the 69 enzyme genes assigned to phylogenetic categories (Figure 1 ), 77% were classified as Universal, 17% as Eukaryotic, 3% as Metazoan and 3% as Vertebrate. Comparison of the relative proportions of U, E, M and V genes in the GSIS network to the whole metabolic complement of the human genome (56%, 20%, 5%, 19% respectively - [17] , Table 1) indicates that the GSIS system contains a higher proportion of U genes and fewer V genes. This difference is statistically significant, with a Pvalue < 0.002 (chi-squared, df = 3). When the assignment of proteins to pathways is considered, there appear to be clear differences for different pathways. Most pathways are predominantly Universal. However the respiratory chain contains a mix of genes of different phylogenetic categories and relatively few Universal ones (Figure 1 ). 
Sequence conservation
The preceding analysis indicates that a high proportion of GSIS proteins have been conserved over long periods of evolutionary time. We therefore investigated whether this was reflected in their level of sequence conservation. We did this by measuring conservation between human and mouse orthologues, as a proxy for the overall level of evolutionary conservation. We used this pair of species because of the quality of their genome sequences and because their divergence time (c. 90 MYA) is short enough that they will show relatively little mutational saturation. Of 77 enzyme genes for which we searched for human and mouse orthologues, we could identify 69 1 Uniprot Accession ID for the human protein. 2 Pathway designation: G = glycolysis, T = TCA cycle, R = respiratory chain, N = NADH shuttle, P = pyruvate cycle, M = metabolite transport, S = glutathione pathway. 3 Phylogenetic class. 4 Human-mouse sequence similarity (%).
orthologue pairs in the two species. As mentioned, the missing genes primarily reflect absence of knowledge of the identity of some membrane transporters in the system (see also Materials & Methods). We determined sequence similarity between these orthologs at the protein level, as this is the most relevant measure for identifying functional conservation. Individual values for protein sequence similarity for each enzyme are presented in Table 1 and summarised graphically in Figure  2 . Details of the GSIS biochemical network are given in [7] and the Additional File 1. The mean human-mouse conservation across these proteins was 93.7% (standard deviation 4.9%), which is considerably greater than the widely accepted average of 85% [19] , but there was significant variability -the lowest conservation observed was 75.2% for Manganese-dependent superoxide dismutase 2E, while Table 1 ). Darkly shaded proteins are most similar and lightly shaded proteins least similar. Five shades of grey are used to represent the five quintiles of the sequence similarity distribution. Proteins are separated between cytoplasm, mitochondrial membrane and mitochondrial matrix, grouped together into sub-pathways and co-localised to give an approximate representation of their functional relationships.
five proteins showed conservation of > 99%. Careful examination of the alignments of the less conserved proteins confirmed that the low levels of conservation observed in these proteins were not alignment artifacts. Three of the five very highly conserved proteins, bisphosphoglycerate phosphatase (1), fructose-bisphosphate aldolase (A) and lactate dehydrogenase B, are components of the cytoplasmic glycolysis pathway, which computational analysis suggests plays a critical role in controlling the activity of the GSIS network [7] . The other two, ATP/ADP carrier 2 and Pyruvate Dehydrogenase Complex A, are proteins of the metabolite transport and TCA cycle pathways, which take place in mitochondria. The two mitochondrially encoded oxidative phosphorylation genes analysed here (Cox 1 & Cox 2) did not show lower conservation than the other genes considered (mean 91.15%), consistent with previous observations [20] .
To further characterise the distribution of conservation across the identifiable sub-pathways and phylogenetic categories in the model we carried out an analysis of variance (ANOVA). Of five treatment variables (pathway membership, phylogenetic classification, the number of gene duplications observed in the Ensembl gene trees, the presence/absence of positive selection in these trees, and known association or otherwise with human disease), only sub-pathway membership had a significant effect on divergence (F = 7.82; df = 5; P < 0.001). A Tukey HSD test showed significantly lower sequence conservation (adjusted P < 0.05) for glutathione pathway and respiratory chain proteins than for members of the glycolysis and TCA cycle groups. The glutathione pathway proteins also showed significantly lower conservation than the pyruvate and NADH shuttle proteins. Taken together, these results suggest that there are two clusters of conservation level in the data set -on the one hand glycolysis, metabolite transport, TCA cycle and pyruvate/NADH shuttles and on the other hand the respiratory chain and the glutathione pathway. This distinction is illustrated in the Tukey's boxplot (Figure 3) , which shows the glutathione and respiratory chain pathways with lower and more variable conservation values than the other sub-pathways. The distinction is also evident in Figure 2 .
Gene Duplication events and positive selection
The cluster diagram in Figure 4 represents the similarities and differences in the duplication histories between the GSIS genes. Details of the individual duplication vectors are presented in Figure 5 . Figure 4 shows five clusters of three or more gene histories (labelled A-E in the Figure) . The largest of these (A in Figure 4 ) is dominated by respiratory chain genes, including the mitochondrially encoded Cox1 and Cox2, and represents a history without detectable duplication. The other groups are less functionally homogeneous. To investigate whether the hierarchy shows association of proteins within subpathways of the model or within phylogenetic groups, these subsets were compared with all remaining pairs to identify whether any showed a significant difference from expected values. Significant clustering was observed for respiratory chain proteins (P << 0.001; Mann-Whitney). Weaker clustering was observed for pyruvate/NADH shuttle and TCA cycle genes (P < 0.05) but these were not significant after Bonferroni correction. A significant anticlustering was observed for glycolysis genes compared to average gene pairs. This in part reflected a high amount of duplication observed for GAPD (glyceraldehyde 3-phosphate dehydrogenase), but was detectable even if GAPD was excluded from the analysis. No significant clustering was observed within phylogenetic categories but significant anticlustering was observed for the Universal class. This reflected the presence of GAPD in this class as when it was removed no significant anticlustering was observed.
After duplication, genes appear to continue to undergo purifying selection with their evolutionary rates and genomic persistence depending on their level of essentiality [21] . However, there are examples of positive selection acting on duplicated genes [22] , presumably reflecting adaptive changes. We therefore investigated whether there was evidence of positive selection affecting GSIS genes. We identified seventeen possible episodes of positive selection, summarized in Table 2 and related to gene duplication history in Figure 5 . Most of the inferred positive selection took place within respiratory chain genes 
and none within the glycolysis, TCA cycle and glutathione pathways. One respiratory chain gene, Cox4a, showed five inferred episodes of positive selection and also underwent two inferred gene duplication events which coincided approximately with one of these periods of positive selection, being placed at the root of the Euteleostomi c. 420 MYA. A second respiratory chain Cox gene, Cox7R, also showed coincident duplication and positive selection, in this case at the root of the Catarrhini 31 MYA (Table 2) . To test the relationship between purifying selection and gene duplication we carried out rank correlation analysis of divergence rate versus number of duplications. This showed a significant positive correlation (r = 0.339; P = 0.004; 2-tailed) indicating that in this system as elsewhere genes that are more conserved tend to have undergone more duplication [23] .
Disease Association
24 of the genes analysed here are associated with Mendelian diseases in the OMIM database (Table 3) . We found no relationship between pathway membership, phylogenetic category and disease involvement in the ANOVA analysis. We did however identify a deficit of genes that had undergone positive selection in the disease class (P = 0.01, Chi squared, 1 DOF).
Discussion
This study reveals a highly significant relationship between pathway membership and human-mouse divergence in the GSIS system. The analysis indicated two cross-pathway clusters of divergence -a higher conservation cluster spanning glycolysis, the TCA cycle plus metabolite transport and the components of the NADH Figure 4 Similarity of gene duplication histories in the GSIS system. The cluster diagram is constructed from Euclidian distances between vectors of gene duplication history as described in the Materials and Methods. Gene names are coloured according to their phylogenetic classification (red = Metazoan, orange = Universal, brown = Eukaryotic, green = Vertebrate). Coloured dots represent pathway membership as shown in the key. Red stars indicate genes inferred to have undergone at least one episode of positive selection, according to the Selectome database (see Table 2 for more detail).
shuttle and pyruvate cycle, and a lower conservation cluster comprising respiratory chain proteins and components of the glutathione pathway. All the genes considered, with the exceptions of the mitochondrially encoded Cox1 and Cox2 in Complex IV of the respiratory chain, are encoded by the nuclear genome, so a genome effect did not play a role in this result. It should be noted that, as we have considered protein similarity in these analyses, they cannot be used to directly infer differences of evolutionary rate at the DNA level as they also include the influence of selection on protein sequences.
The results are consistent with those of Vinogradov [13] , who showed that the strongest predictor of the human-mouse divergence of a given protein was the evolutionary rate of coexpressed genes or members of the same pathway. In the context of the metabolic processes studied here, the two coevolving sets of proteins (or coalitions [13] ) we have observed correspond to the core biochemistry of the system and the membrane-based ATP synthesis machinery, respectively. Previous work comparing 12 Drosophila genomes has also suggested that core metabolic enzymes tend to evolve slowly [24] . The similar rates of evolution in the glutathione pathway and the ATP synthesis machinery may reflect coevolution of these pathways. This would be explicable as the role of the glutathione pathway is to detoxify peroxide radicals produced by oxidative phosphorylation.
We also observed a second, weaker coevolutionary pattern than that of gene divergence within pathways. This was of evolutionary duplication within at least some of the pathways. Gene duplication is a classic mechanism of gene diversification which can be followed by functional diversification processes such as subfunctionalisation, neofunctionalisation and microfunctionalisation [25] [26] [27] . Thus, common patterns of preserved duplication during evolution may indicate responses to common evolutionary pressures. The cluster diagram (Figure 4) shows five clusters of size n > 3 with identical duplication histories. The largest of these, with 15 members (labelled A in Figure 4 ), predominantly contains respiratory chain proteins from Complexes I and IV and includes Cox1 and Cox2. The other Figure 5 Matrix of inferred gene duplications in the 69 GSIS genes. Events are taken from the Ensembl gene tree displays and binned according to the taxonomic and date information given there. Bins with one or more inferred duplication are shaded, and numbers of inferred duplications at a given taxonomic level are given. These values were included in the calculation of the cluster diagram in Figure 4 . two large groups B and C (with seven and six members each, respectively) show less homogeneous compositions. Group A contains genes which show no identifiable gene duplications as far back as the root of their respective gene family tree. This coincides with the observation that oxidative phosphorylation genes tend to show an under-representation of gene duplication [12] . The second largest group, with 7 members, (labelled B in Figure 4 ) corresponds to genes which underwent a duplication at or around the origin of the Euteleostomi but have not undergone a duplication since. Finally, the 6-member group (labelled C in Figure  4 ) represents another group showing little duplication, this time since around the origin of the Bilateria (c. 580 MYA). 40% of the GSIS proteins therefore show one of three common patterns of evolutionary duplication history involving either no detectable duplication or a single duplication deep in the evolutionary past. Beyond the presence of numerous respiratory chain proteins in the large cluster, visual inspection does not reveal significant clustering of pathway members or phylogenetic class members in this cluster diagram. Statistical analysis supported this conclusion but did however show significant anticlustering of glycolysis proteins, i.e. glycolysis proteins show a more diverse pattern of clustering history than average and this effect can be observed even if glyceraldehyde-3-phosphate dehydrogenase (GAPD) is excluded. GAPD showed very high frequencies of gene duplication throughout its recent evolutionary history, leading to it being an outlier in Figure 4 . Indeed, GAPD has been identified with an exceedingly high number of processed pseudogenes in vertebrates and possibly it is this which is reflected in its inferred duplication history [28] ; certainly Ensembl identified 75 duplicates of GAPD in rat and 16 in mouse, consistent with the over 300 pseudogenes identified in these species [28] . The reasons for this high level of retrotransposition are not known, but may reflect the wider non-glycolytic role of GAPD or some as yet unidentified sequence feature of the GAPD cDNA sequence [28] . It has been suggested that nonpseudogene paralogs have been retained because of a role for GAPD in the bundling of microtubules and other cellular functions as well as functional diversification into testis-and muscle-specific forms [11] .
Gene duplication is usually considered to be followed by a period of relaxed selection followed by the continuation of a regime of purifying selection [29] . The co-occurrence of gene duplication with episodes of positive selection would therefore be of interest in interpreting the functional evolution of a gene. We observed two such apparent co-occurrences: in Cox4A and Cox7R -both components of Complex IV of the respiratory chain. Cox4A is a transmembrane protein which binds ATP and mediates respiratory control by inhibiting cytochrome c oxidase activity at high intramitochondrial ATP concentrations [30] . Cox4A showed both duplication and positive selection at the base of the Euteleostomi c. 420 MYA but also additional positive selection, in the absence of gene duplication, on three separate occasions: in the fish lineage at the base of the Clupeocephala c. 320 MYA and in the land vertebrates at the origin of Theria (c. 166 MYA) and murinae (c. 37 MYA). This rich history of gene duplication suggests an important adaptive role for this gene. Cox7R, about which less is known but is also likely to be a regulatory subunit [30] , underwent three duplications including one near to the origin of the Catarrhini (c. 31 MYA) which was also accompanied by an episode of positive selection. These observations present us with two opposing views of the evolution of GSIS proteins: high conservation of core biochemical pathways with higher divergence of the respiratory chain, but also restricted duplication of respiratory chain genes compared to core biochemistry proteins, especially glycolytic enzymes which show the highest conservation. A correlation analysis showed a significant negative correlation between evolutionary divergence and numbers of gene duplications, although this only accounted for 11% of variance.
It has been suggested that "older" genes tend to evolve more slowly than "younger" ones [31] and there is evidence that newly-born duplicates evolve more rapidly than unduplicated genes [29, 32] . Vinogradov [13] also identified gene age as an important correlate of divergence rate. In this analysis, we use phylogenetic category as a measure of gene age. Taken as a whole, the GSIS network is enriched in Universal genes that is, genes with detectable homologues in bacteria, compared to the whole metabolic complement of the human genome. This is consistent with the ancient nature of the biochemical pathways making up the system and with the slow evolution of the genes they contain. The glycolysis pathway, which is most conserved at the sequence level in human-mouse comparisons is, along with the glutathione pathway, also the richest in Universal genes. The respiratory chain, which is the most rapidly evolving set, has a much higher content of "younger" genes. Therefore, a close relationship appears to exist between gene age and evolutionary rate, with older genes evolving more slowly, as suggested elsewhere [31] . However, as ancient but rapidly evolving genes may be difficult or impossible to detect by BLAST-based methods [33] , the phylogenetic categorization of genes used here may be strongly influenced by the rates of evolution of individual genes, which would explain the association of Universal genes with low human-mouse divergence. An additional possible confounding effect is inhomogeneity in evolutionary rate within proteins. Proteins which contain highly conserved cores interspersed with or flanked by highly variable sequences might show lower average conservation than proteins accepting substitutions evenly throughout their length but remain detectable by BLAST because of their conserved core. This should not affect alignmentbased measures of sequence similarity where the distribution of conserved and non-conserved sites is immaterial but could affect these BLAST-based methods and should be investigated further.
Unlike Vinogradov [13] , we did not find any significant relationship in ANOVA between phylogenetic category and either human-mouse divergence (P = 0.46) or number of gene duplications (P = 0.83) after accounting for pathway effects. This could reflect the smaller number of categories used in this analysis compared to the 12 used by Vinogradov [13] or the smaller number of pathways studied. Also, Vinogradov's categorization is based on Clusters of Orthologous Groups (COGs; [34] ), which, although they are BLAST-based, make use of protein rather than DNA BLASTs. We conclude that we cannot exclude influences of gene age on evolutionary rate although it does not provide a significant signal in this analysis.
It has been suggested that disease genes tend to be "ancient" [35] . Of the 24 disease genes in the GSIS system 20 are Universal, but the proportion of Universal genes is not disproportionately high compared to the entire set of GSIS proteins (P = 0.68, Chi-square). Similarly, although disease genes in the GSIS system are on average more conserved than other genes (95.1% humanmouse similarity vs 93.1%), this difference is not statistically significant (P = 0.07; t-test). Thus, while we cannot exclude the hypothesis that disease genes tend to be old, we cannot find strong support for it in our data set. One property that was observed in this set of disease genes was a deficit of genes with a history of positive selection. This may be consistent with the suggestion that disease genes tend to be conserved as, by implication, they should also not have undergone accelerated evolution.
Although the main feature of Figure 3 is the pathwaydependent divergence of the GSIS proteins, it also identifies four clear outliers from three of the pathways: NDK and PDCc from the TCA cycle, IDHcp from the pyruvate cycle and SOD2e from the glutathione pathway. Three and perhaps all of these lie at the points of interaction between subpathways of the GSIS network (see Additional File 1 and Figure 2) . NDK links to the output of the GSIS system, ATP production. It is activated by increasing levels of ADP, which in turn up-regulates the TCA cycle. PDCc is found at a clear intersection between glycolysis and the TCA cycle and is involved in the production of Acetyl-CoA, regulated by NAD + and CoA. The IDHcp intersection is less clear, but is one step in linking the TCA cycle to glycolysis, and appears to be involved in regulating the pyruvate-malate equilibrium in the cytosol. SOD2e is at a key step in the detoxification of reactive oxygen species generated by the respiratory chain and creates the intersection with the glutathione pathway by converting O 2 -to H 2 O 2 . Taken together, the picture we obtain from these analyses is that the GSIS system consists of two evolutionary coalitions, each evolving in a concerted manner. The soluble enzymes carrying out core metabolic processes, particularly glycolysis and the TCA cycle, evolve slowly at the sequence level but undergo a relatively high rate of gene duplication compared to the respiratory chain and glutathione pathway proteins, which evolve more rapidly but undergo relatively little gene duplication. The glycolysis pathway, although highly conserved at the sequence level, displays a wider range of duplication histories than other pathways. Steinke et al [11] analysed the patterns of gene duplication within the glycolysis pathway in some detail and concluded that some of the pattern of duplication seen in this pathway could be explained by diversification of tissues and the evolution of tissue-specific patterns of expression following on from two suggested gene duplication events (three in fish). However tissuespecific expression could not explain the complex pattern of gene duplication and retention/loss in its entirety. The high frequency of fixed duplications in the glycolysis pathway may reflect the fact that it is the only cytoplasmic pathway in the system. It may therefore need to adapt to a wider range of changes in other, interlinked pathways than, for example, the TCA cycle, which may be relatively protected from such pressures. In particular, glycolysis acts as the source of ATP in anaerobic respiration and so may adapt to the external availability of oxygen. It also appears to be used to drive DNA replication and cell division as it is less damaging to DNA as it does not produce reactive oxygen species [36] .
Although our sample of positive selection may be biased, most positive selection episodes appear to have taken place in respiratory chain genes. The reason for the more rapid evolution of the respiratory chain genes is unknown, but it is worth noting that most of the proteins here are nuclearly encoded proteins involved in the regulation of the function of the respiratory chain [30] . It may therefore be that their rapid evolution reflects the requirement for fast adaptation of regulation of the respiratory chain in response to organismal pressures or to variations in the availability of oxygen. Some proteins in the network show particularly high rates of evolution and these tend to lie at the interfaces between recognizable pathways. These proteins may act as "adapters", facilitating the interactions between different pathways which may themselves evolve as units without coevolution between pathways. Adapters may then need to evolve rapidly to accommodate the divergence between the linked pathways.
Most of the functions of the component pathways of the GSIS network seem likely to have been conserved during evolution. Despite this the system has accommodated changes through sequence evolution and gene duplication. While it will require more extensive functional analysis to characterise the pressures driving the evolution of this system, it appears that these pressures have been accommodated in different ways by different parts of the system, as detailed above.
Conclusions
The GSIS system consists of two evolutionary coalitions, each evolving in a concerted manner. The soluble enzymes carrying out core metabolic processes evolve slowly at the sequence level but undergo a relatively high rate of gene duplication compared to the respiratory chain and glutathione pathway proteins, which evolve more rapidly but undergo relatively little gene duplication. A small number of rapidly evolving proteins may represent evolutionary adapters, which mediate the different evolutionary trajectories of the different subpathways.
The comparative analysis of the GSIS network provides key insights into the evolution of the involved proteins that might be used in future research within a functional context, by simulating the function of the entire network in health and disease [7] . Elements of the system undergoing positive selection, rapid evolution more broadly, or gene duplication should be investigated for functional differences between humans and model organisms.
Methods

Data Collection
The analysis is based on the components of a mathematical model of the core biochemistry of mouse glucose-stimulated insulin secretion published previously [7] , consisting of 77 enzymes. Of the 55 protein identifiers (IDs) listed in that model, 50 were included and their human orthologues retrieved. The five remaining mouse proteins not considered here are: pyruvate carrier (Q4A5HQ1), isocitrate dehydrogenase NAD+ beta (O43837), phosphate carrier (Q00325), aspartate/glutamate carrier (Q59GB0) and ATP/ADP carrier (P12236). This set was then augmented by an additional 19 human proteins, NADH:Ubiquinone oxidoreductase (9 components), ubiquinol:cytochrome c oxidoreductase (4 components), manganese-dependent superoxide dismutase 2 (3 components), nicotinamide nucleotide transhydrogenase (Q13423), glutathione peroxidase (P07203) and ATP/ ADP Carrier 2 (P05141). The resulting 69 mouse-human orthologue pairs corresponding to components of the system were unambiguously identified using the Ensembl database (V52) [37] . As many of these are members of gene families, they were curated manually to ensure that the correct gene was being analyzed. Orthologous pairs of sequences were extracted from Swiss-Prot [38] based on unique identifiers (IDs) obtained from Ensembl. The set of 69 proteins analysed is summarised in Table 1 . Sequence pairs from human and mouse were aligned using EMBL-EBI Align using the Needleman-Wunsch global alignment algorithm [39] and the BLOSUM62 transition matrix [40] . Pairwise sequence similarity values were then determined and analysed.
Phylogenetic Assignment
Phylogenetic profiles [14] of human protein sequences involved in GSIS were estimated using BLAST searches [41] against 243 fully sequenced genomes from the COGENT database [42, 43] , including 197 Bacteria, 22 Archaea and 24 Eukaryota species, using an E-value cutoff of 10 (12,083 hits, of which 11,925 hits, or 98.7% of the total, had an E-value < 1). The classification process was non-hierarchical: proteins with hits to more than five prokaryote species are classified as universal [U] ; the remaining proteins with at least a single hit to nonmetazoan eukaryotes are classified as eukaryote-specific [E]; proteins with at least a single hit to non-mammalian metazoa are classified as metazoan-specific [M]; and, finally, proteins recognizing only other vertebrate proteins are classified as vertebrate-specific [V] . All proteins were classified into one of the above taxonomy classes using the last update of this analysis in COGENT. Profiles were also used to identify proteins with common ancestors in other genomes. These protein clusters were further analysed with reference to the Pfam database [44] .
Duplication History and Divergence Time Estimates
Gene trees obtained from Ensembl were screened visually for duplication events and used to construct duplication vectors for each gene. These vectors consisted of the number of duplications falling at nodes labelled with particular times and taxon names in Ensembl (e.g. Clupeocephala, 320 MYA). Vectors were only extended to the point at which a duplication created a new gene family, to avoid confusion with selective forces acting on proteins with different functions, and non-vertebrate duplications were excluded. Vectors were subjected to hierarchical clustering using the R dist and hclust functions and Euclidian distances [45] . Euclidian distances between subpathway members and between proteins classified into particular phylogenetic categories were compared with distances for all other pairwise comparisons to identify groups differing significantly from average in their degree of clustering, using the Mann-Whitney test.
